Oyster samples were sent to the laboratory by the veterinary service for the leftover sample and the 8 batch samples, and by Ifremer technicians for the 16 samples collected from the implicated production areas. Oysters, maintained at 4°C during shipment (or frozen for the 8 samples collected before outbreaks occurred), were washed, shucked, and immediately dissected
to recover the digestive tissues. Viruses were eluted from 2 g of digestive tissues by using the proteinase K protocol and nucleic acids (NAs) were extracted by using the NucliSens kit (bioMérieux, Lyon, France) (1). Extraction efficiency was verified using with Mengovirus added to the tissue as specified in the reference method.
Amplification Conditions
Mengovirus amplification was performed using primers, probe, and cycling conditions described in the reference method (1) , and the extraction efficiency was calculated for each sample. As specified in the reference method, only samples with an extraction efficiency above 1% were considered acceptable. 
Concentration per Oyster
The concentration per oyster was back-calculated using an efficiency of 100% for cDNA production (checked by real-time RT-PCR, data not shown), and the volume of NA extract analyzed. First, the NoV concentration was calculated per g of DT, and then per oyster based on the total weight of one animal.
Typing
Positive samples that were collected from batches implicated in the outbreaks were sequenced (except three samples due to lack of material). NA extracts were amplified by the standard RT-PCR method with the same reverse transcription and platinum Taq polymeraseenzymes. Primers targeting the polymerase and the capsid regions were used in a 2-step semi-nested format, and 40 cycles of amplification were performed (using dedicated rooms and all precautions to avoid cross-contamination). Amplicons from positive samples were purified and sequenced directly (3).
